Upon sequencing, the GFP1-1 and GFP1-6 colonies showed no mutations.  Notated are the primers and beginning sequences of GFP.  Following the annotated sequenced genes is a BLAST comparison showing a 100% match for the GFP1-1 gene to the GFP parent gene.  The gene thus far is correct and complete.


GFP1-1 FORWARD SEQUENCE
NNNNNNNNNNNNNNNNNNNNNNNNNNNAGGCGTATCACGAGGCAGAATTTCAGATAAAAAAAATCCTTAGCTTTCNNNNNNNNNNANTTCTGGAATTCCGTCTCAGTGGCAAAAGAGGAGAAACGTACGAC	Comment by mwuser: EcoRI	Comment by mwuser: BsmBI	Comment by mwuser: Spacer	Comment by mwuser: 1234	Comment by mwuser: nn	Comment by mwuser: Rbs 0034	Comment by mwuser: 8bp

ATGCGTAAAGGAGAAGAACTTTTCACTGGAGTTGTCCCAATTCTTGTTGAATTAGATGGTGATGTTAATGGGCACAAATTTTCTGTCAGTGGAGAGGGTGAAGGTGATGCAACATACGGAAAACTTACCCTTAAATTTATTTGCACTACTGGAAAACTACCTGTTCCATGGCCAACACTTGTCACTACTTTCGGTTATGGTGTTCAATGCTTTGCGAGATACCCAGATCATATGAAACAGCATGACTTTTTCAAGAGTGCCATGCCCGAAGGTTATGTACAGGAAAGAACTATATTTTTCAAAGATGACGGGAACTACAAGACACGTGCTGAAGTCAAGTTTGAAGGTGATACCCTGAGACCCTGCAGGCTTCCTCGCTCACTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGGCGGTAATACGGTTATCCACAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCACAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGNAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGNCGCTTTCTCATAGCTCACGCTGNANGTATCTCAGTTCGGNGTANGTCGTTCGCTCCANGCTGGGCTGTGTGCACNNNCCCCCGTTCAGCCCGACCGCTGCNNCNNTATCCGGNAACTATCGTCTNGAGTN	Comment by mwuser: 15mer of GFP1-1 for

GFP1-1 REVERSE COMPLEMENT SEQUENCE
NACTCNAGACGATAGTTNCCGGATANNGNNGCAGCGGTCGGGCTGAACGGGGGNNNGTGCACACAGCCCAGCNTGGAGCGAACGACNTACNCCGAACTGAGATACNTNCAGCGTGAGCTATGAGAAAGCGNCACGCTTCCCGAAGGGAGAAAGGCGGACAGGTATCCGGTAAGCGGCAGGGTCGGAACAGGAGAGCGCACGAGGGAGCTTNCAGGGGGAAACGCCTGGTATCTTTATAGTCCTGTCGGGTTTCGCCACCTCTGACTTGAGCGTCGATTTTTGTGATGCTCGTCAGGGGGGCGGAGCCTGTGGAAAAACGCCAGCAACGCGGCCTTTTTACGGTTCCTGGCCTTTTGCTGGCCTTTTGCTCACATGTTCTTTCCTGCGTTATCCCCTGATTCTGTGGATAACCGTATTACCGCCTTTGAGTGAGCTGATACCGCTCGCCGCAGCCGAACGACCGAGCGCAGCGAGTCAGTGAGCGAGGAAGCCTGCAGGGTCTCAGGGTATCACCTTCAAACTTGACTTCAGCACGTGTCTTGTAGTTCCCGTCATCTTTGAAAAATATAGTTCTTTCCTGTACATAACCTTCGGGCATGGCACTCTTGAAAAAGTCATGCTGTTTCATATGATCTGGGTATCTCGCAAAGCATTGAACACCATAACCGAAAGTAGTGACAAGTGTTGGCCATGGAACAGGTAGTTTTCCAGTAGTGCAAATAAATTTAAGGGTAAGTTTTCCGTATGTTGCATCACCTTCACCCTCTCCACTGACAGAAAATTTGTGCCCATTAACATCACCATCTAATTCAACAAGAATTGGGACAACTCCAGTGAAAAGTTCTTCTCCTTTACGCATGTCGTACGTTTCTCCTCTTTTGCCACTGAGACGGAATTCCAGAANTNNNNNNNNNNGAAAGCTAAGGATTTTTTTTATCTGAAATTCTGCCTCGTGATACGCCTNNNNNNNNNNNNNNNNNNNNNNNNNNN	Comment by mwuser: PstI	Comment by mwuser: BsaI	Comment by mwuser: Extra Base	Comment by mwuser: Gene 1234 RC	Comment by mwuser: 15mer of GFPI reverse






BLAST ANALYSIS:FORWARD GFP1-1 AGAINST GFP UNALTERED
Length=720

 Score =  658 bits (356),  Expect = 0.0
 Identities = 356/356 (100%), Gaps = 0/356 (0%)
 Strand=Plus/Plus

Query  1    ATGCGTAAAGGAGAAGAACTTTTCACTGGAGTTGTCCCAATTCTTGTTGAATTAGATGGT  60
            ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Sbjct  1    ATGCGTAAAGGAGAAGAACTTTTCACTGGAGTTGTCCCAATTCTTGTTGAATTAGATGGT  60

Query  61   GATGTTAATGGGCACAAATTTTCTGTCAGTGGAGAGGGTGAAGGTGATGCAACATACGGA  120
            ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Sbjct  61   GATGTTAATGGGCACAAATTTTCTGTCAGTGGAGAGGGTGAAGGTGATGCAACATACGGA  120

Query  121  AAACTTACCCTTAAATTTATTTGCACTACTGGAAAACTACCTGTTCCATGGCCAACACTT  180
            ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Sbjct  121  AAACTTACCCTTAAATTTATTTGCACTACTGGAAAACTACCTGTTCCATGGCCAACACTT  180

Query  181  GTCACTACTTTCGGTTATGGTGTTCAATGCTTTGCGAGATACCCAGATCATATGAAACAG  240
            ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Sbjct  181  GTCACTACTTTCGGTTATGGTGTTCAATGCTTTGCGAGATACCCAGATCATATGAAACAG  240

Query  241  CATGACTTTTTCAAGAGTGCCATGCCCGAAGGTTATGTACAGGAAAGAACTATATTTTTC  300
            ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Sbjct  241  CATGACTTTTTCAAGAGTGCCATGCCCGAAGGTTATGTACAGGAAAGAACTATATTTTTC  300

Query  301  AAAGATGACGGGAACTACAAGACACGTGCTGAAGTCAAGTTTGAAGGTGATACCCT  356
            ||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Sbjct  301  AAAGATGACGGGAACTACAAGACACGTGCTGAAGTCAAGTTTGAAGGTGATACCCT  356
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